SEQUENCE LISTING 

<110> Whitsett, Jeffrey 
Klaus H. Kaestner 



<120> Diagnosis, prognosis and treatment of 
pulmonary diseases 



<130> 10872/517745 

<150> 60/519,453 
<151> 2004-11-12 

<160> 7 

<170> FastSEQ for Windows Version 4.0 

<210> 1 
<211>2242 
<212> DNA 
<213> homo sapiens 

<220> 

<221> CDS 

<222> (204).. .(1577) 

<221> misc_feature 
<222> (678).. .(965) 
<223> Fork Head Domain 

<221> variation 
<222> (494).. .(494) 
<223> /allele="T" 

/allele= ,, C ,, 

/db xref="dbSNP 



<221> variation 
<222> (1040).. .(1040) 
<223> /allele="T" 

/allele="C M 

/db xref="dbSNP 



<221> variation 
<222> (1243).. .(1243) 
<223> /allele="G" 

/allele="C M 

/db xref="dbSNP 



<221> variation 



<222> (1391).. .(1391) 
<223> /allele="T" 

/allele^'C" 

/db xref="dbSNP 



<221> variation 
<222> (1408).. .(1408) 
<223> /allele="G" 

/allele="A" 

/db_xref= M dbSNP 

<221> variation 
<222> (1627).. .(1627) 
<223> /allele="G M 

/allele="A" 

/db_xref="dbSNP 

<221> variation 
<222> (1737).. .(1738) 
<223> /allele="G" 

/allele="-" 

/db_xref="dbSNP 

<221> variation 
<222> (1754).. .(1754) 
<223> /allele= M G" 

/allele="A" 

/db_xref="dbSNP 

<221> polyA_signal 
<222> (2220).. .(2225) 

<400> 1 

cccgcccact tccaactacc gcctccggcc tgcccaggga gagagaggga gtggagccca 60 
gggagaggga gcgcgagaga gggagggagg aggggacggt gctttggctg actttttttt 120 
aaaagagggt gggggtgggg ggtgattgct ggtcgtttgt tgtggctgtt aaattttaaa 180 
ctgccatgca ctcggcttcc agt atg ctg gga gcg gtg aag atg gaa ggg cac 233 

Met Leu Gly Ala Val Lys Met Glu Gly His 

1 5 10 

gag ccg tec gac tgg age age tac tat gca gag ccc gag ggc tac tec 281 
Glu Pro Ser Asp Trp Ser Ser Tyr Tyr Ala Glu Pro Glu Gly Tyr Ser 
15 20 25 

tec gtg age aac atg aac gee ggc ctg ggg atg aac ggc atg aac acg 329 
Ser Val Ser Asn Met Asn Ala Gly Leu Gly Met Asn Gly Met Asn Thr 
30 35 40 

tac atg age atg teg gcg gee gee atg ggc age ggc teg ggc aac atg 377 
Tyr Met Ser Met Ser Ala Ala Ala Met Gly Ser Gly Ser Gly Asn Met 
45 50 55 

age gcg ggc tec atg aac atg teg teg tac gtg ggc get ggc atg age 425 
Ser Ala Gly Ser Met Asn Met Ser Ser Tyr Val Gly Ala Gly Met Ser 



60 65 70 

ccg tec ctg gcg ggg atg tec ccc ggc gcg ggc gee atg gcg ggc atg 473 
Pro Ser Leu Ala Gly Met Ser Pro Gly Ala Gly Ala Met Ala Gly Met 
75 80 85 90 

ggc ggc teg gee ggg gcg gec ggc gtg gcg ggc atg ggg ccg cac ttg 521 
Gly Gly Ser Ala Gly Ala Ala Gly Val Ala Gly Met Gly Pro His Leu 
95 100 105 

agt ccc age ctg age ccg etc ggg ggg cag gcg gee ggg gee atg ggc 569 
Ser Pro Ser Leu Ser Pro Leu Gly Gly Gin Ala Ala Gly Ala Met Gly 
110 115 120 

ggc ctg gee ccc tac gee aac atg aac tec atg age ccc atg tac ggg 61 7 
Gly Leu Ala Pro Tyr Ala Asn Met Asn Ser Met Ser Pro Met Tyr Gly 
125 130 135 

cag gcg ggc ctg age cgc gee cgc gac ccc aag ace tac agg cgc age 665 
Gin Ala Gly Leu Ser Arg Ala Arg Asp Pro Lys Thr Tyr Arg Arg Ser 
140 145 150 

tac acg cac gca aag ccg ccc tac teg tac ate teg etc ate acc atg 713 
Tyr Thr His Ala Lys Pro Pro Tyr Ser Tyr lie Ser Leu lie Thr Met 
155 160 165 170 

gec ate cag cag age ccc aac aag atg ctg acg ctg age gag ate tac 761 
Ala lie Gin Gin Ser Pro Asn Lys Met Leu Thr Leu Ser Glu He Tyr 
175 180 185 

cag tgg ate atg gac etc ttc ccc ttc tac egg cag aac cag cag cgc 809 
Gin Trp He Met Asp Leu Phe Pro Phe Tyr Arg Gin Asn Gin Gin Arg 
190 195 200 

tgg cag aac tec ate cgc cac teg etc tec ttc aac gac tgt ttc ctg 857 
Trp Gin Asn Ser He Arg His Ser Leu Ser Phe Asn Asp Cys Phe Leu 
205 210 215 

aag gtg ccc cgc teg ccc gac aag ccc ggc aag ggc tec ttc tgg acc 905 
Lys Val Pro Arg Ser Pro Asp Lys Pro Gly Lys Gly Ser Phe Trp Thr 
220 225 230 

ctg cac cct gac teg ggc aac atg ttc gag aac ggc tgc tac ctg cgc 953 
Leu His Pro Asp Ser Gly Asn Met Phe Glu Asn Gly Cys Tyr Leu Arg 
235 240 245 250 

cgc cag aag cgc ttc aag tgc gag aag cag ctg gcg ctg aag gag gec 1001 
Arg Gin Lys Arg Phe Lys Cys Glu Lys Gin Leu Ala Leu Lys Glu Ala 
255 260 265 

gca ggc gee gec ggc age ggc aag aag gcg gee gec gga gee cag gee 1049 
Ala Gly Ala Ala Gly Ser Gly Lys Lys Ala Ala Ala Gly Ala Gin Ala 
270 275 280 

tea cag get caa etc ggg gag gee gee ggg ccg gee tec gag act ccg 1 097 



Ser Gin Ala Gin Leu Gly Glu Ala Ala Gly Pro Ala Ser Glu Thr Pro 
285 290 295 

gcg ggc acc gag teg cct cac teg age gee tec ccg tgc cag gag cac 1 145 
Ala Gly Thr Glu Ser Pro His Ser Ser Ala Ser Pro Cys Gin Glu His 
300 305 310 

aag cga ggg ggc ctg gga gag ctg aag ggg acg ccg get gcg gcg ctg 1 193 
Lys Arg Gly Gly Leu Gly Glu Leu Lys Gly Thr Pro Ala Ala Ala Leu 
315 320 325 330 

age ccc cca gag ccg gcg ccc tct ccc ggg cag cag cag cag gee gcg 1241 
Ser Pro Pro Glu Pro Ala Pro Ser Pro Gly Gin Gin Gin Gin Ala Ala 
335 340 345 

gee cac ctg ctg ggc ccg ccc cac cac ccg ggc ctg ccg cct gag gee 1289 
Ala His Leu Leu Gly Pro Pro His His Pro Gly Leu Pro Pro Glu Ala 
350 355 360 

cac ctg aag ccg gaa cac cac tac gee ttc aac cac ccg ttc tec ate 1 337 
His Leu Lys Pro Glu His His Tyr Ala Phe Asn His Pro Phe Ser He 
365 370 375 

aac aac etc atg tec teg gag cag cag cac cac cac age cac cac cac 1 385 
Asn Asn Leu Met Ser Ser Glu Gin Gin His His His Ser His His His 
380 385 390 

cac caa ccc cac aaa atg gac etc aag gee tac gaa cag gtg atg cac 1433 
His Gin Pro His Lys Met Asp Leu Lys Ala Tyr Glu Gin Val Met His 
395 400 405 410 

tac ccc ggc tac ggt tec ccc atg cct ggc age ttg gee atg ggc ccg 1481 
Tyr Pro Gly Tyr Gly Ser Pro Met Pro Gly Ser Leu Ala Met Gly Pro 
415 420 425 

gtc acg aac aaa acg ggc ctg gac gee teg ccc ctg gee gca gat acc 1 529 
Val Thr Asn Lys Thr Gly Leu Asp Ala Ser Pro Leu Ala Ala Asp Thr 
430 435 440 

tec tac tac cag ggg gtg tac tec egg ccc att atg aac tec tct taa 1 577 
Ser Tyr Tyr Gin Gly Val Tyr Ser Arg Pro He Met Asn Ser Ser * 
445 450 455 

gaagacgacg gcttcaggcc cggctaactc tggcaccccg gatcgaggac aagtgagaga 1637 
gcaagtgggg gtcgagactt tggggagacg gtgttgcaga gaegcaaggg agaagaaatc 1697 
cataacaccc ccaccccaac acccccaaga cagcagtctt cttcacccgc tgcagccgtt 1 757 
ccgtcccaaa cagagggeca cacagatacc ccacgttcta tataaggagg aaaacgggaa 1817 
agaatataaa gttaaaaaaa agcctccggt ttccactact gtgtagactc ctgcttcttc 1877 
aagcacctgc agattctgat ttttttgttg ttgttgttct cctccattgc tgttgttgca 1 937 
gggaagtctt acttaaaaaa aaaaaaaaat tttgtgagtg aetcggtgta aaaccatgta 1 997 
gttttaacag aaccagaggg ttgtactatt gtttaaaaac aggaaaaaaa ataatgtaag 2057 
ggtctgttgt aaatgaccaa gaaaaagaaa aaaaaagcat tcccaatctt gacacggtga 21 17 
aatccaggtc tegggtcega ttaatttatg gtttctgcgt gctttattta tggcttataa 2177 
atgtgtattc tggctgcaag ggccagagtt ccacaaatct atattaaagt gttatacccg 2237 
gtttt 2242 



<210>2 
<211>457 
<212> PRT 
<213> homo sapiens 

<220> 

<221> DOMAIN 
<222>(159)...(254) 
<223> Fork Head Domain 

<221> VARIANT 
<222> (347).. .(347) 
<223> /allele="G" 

/allele="A" 

/db_xref= M dbSNP 

<221> VARIANT 
<222> (402).. .(402) 
<223> /allele="P" 

/allele="L" 

/db_xref= M dbSNP 

<400> 2 

Met Leu Gly Ala Val Lys Met Glu Gly His Glu Pro Ser Asp Trp Ser 
15 10 15 

Ser Tyr Tyr Ala Glu Pro Glu Gly Tyr Ser Ser Val Ser Asn Met Asn 

20 25 30 

Ala Gly Leu Gly Met Asn Gly Met Asn Thr Tyr Met Ser Met Ser Ala 

35 40 45 

Ala Ala Met Gly Ser Gly Ser Gly Asn Met Ser Ala Gly Ser Met Asn 

50 55 60 

Met Ser Ser Tyr Val Gly Ala Gly Met Ser Pro Ser Leu Ala Gly Met 
65 70 75 80 

Ser Pro Gly Ala Gly Ala Met Ala Gly Met Gly Gly Ser Ala Gly Ala 

85 90 95 

Ala Gly Val Ala Gly Met Gly Pro His Leu Ser Pro Ser Leu Ser Pro 

100 105 110 

Leu Gly Gly Gin Ala Ala Gly Ala Met Gly Gly Leu Ala Pro Tyr Ala 

115 120 125 

Asn Met Asn Ser Met Ser Pro Met Tyr Gly Gin Ala Gly Leu Ser Arg 

130 135 140 

Ala Arg Asp Pro Lys Thr Tyr Arg Arg Ser Tyr Thr His Ala Lys Pro 
145 150 155 160 

Pro Tyr Ser Tyr He Ser Leu lie Thr Met Ala He Gin Gin Ser Pro 

165 170 175 

Asn Lys Met Leu Thr Leu Ser Glu lie Tyr Gin Trp lie Met Asp Leu 

180 185 190 

Phe Pro Phe Tyr Arg Gin Asn Gin Gin Arg Trp Gin Asn Ser He Arg 

195 200 205 

His Ser Leu Ser Phe Asn Asp Cys Phe Leu Lys Val Pro Arg Ser Pro 

210 215 220 

Asp Lys Pro Gly Lys Gly Ser Phe Trp Thr Leu His Pro Asp Ser Gly 
225 230 235 240 

Asn Met Phe Glu Asn Gly Cys Tyr Leu Arg Arg Gin Lys Arg Phe Lys 



245 250 255 

Cys Glu Lys Gin Leu Ala Leu Lys Glu Ala Ala Gly Ala Ala Gly Ser 

260 265 270 

Gly Lys Lys Ala Ala Ala Gly Ala Gin Ala Ser Gin Ala Gin Leu Gly 

275 280 285 

Glu Ala Ala Gly Pro Ala Ser Glu Thr Pro Ala Gly Thr Glu Ser Pro 

290 295 300 

His Ser Ser Ala Ser Pro Cys Gin Glu His Lys Arg Gly Gly Leu Gly 
305 310 315 320 

Glu Leu Lys Gly Thr Pro Ala Ala Ala Leu Ser Pro Pro Glu Pro Ala 

325 330 335 

Pro Ser Pro Gly Gin Gin Gin Gin Ala Ala Ala His Leu Leu Gly Pro 

340 345 350 

Pro His His Pro Gly Leu Pro Pro Glu Ala His Leu Lys Pro Glu His 

355 360 365 

His Tyr Ala Phe Asn His Pro Phe Ser He Asn Asn Leu Met Ser Ser 

370 375 380 

Glu Gin Gin His His His Ser His His His His Gin Pro His Lys Met 
385 390 395 400 

Asp Leu Lys Ala Tyr Glu Gin Val Met His Tyr Pro Gly Tyr Gly Ser 

405 410 415 

Pro Met Pro Gly Ser Leu Ala Met Gly Pro Val Thr Asn Lys Thr Gly 

420 425 430 

Leu Asp Ala Ser Pro Leu Ala Ala Asp Thr Ser Tyr Tyr Gin Gly Val 

435 440 445 

Tyr Ser Arg Pro He Met Asn Ser Ser 
450 455 



<210> 3 
<211> 2230 
<212> DNA 
<213> homo sapiens 

<220> 

<221>CDS 

<222>(192)...(1565) 

<221> misc_feature 
<222> (666).. .(953) 
<223> Fork Head Domain 

<221> variation 
<222> (482).. .(482) 
<223> /a\\e\e="T" 

/allele="C" 

/db_xref="dbSNP 

<221> variation 
<222> (1028).. .(1028) 
<223> /allele="T" 

/allele="C" 

/db xref=*'dbSNP 



<221> variation 



<222> (1231).. .(1231) 
<223> /allele="G" 

/allele^'C" 

/db_xref="dbSNP 

<221> variation 
<222> (1379).. .(1379) 
<223> /allele="T" 

/allele="C" 

/db_xref="dbSNP 

<221> variation 
<222> (1396).. .(1396) 
<223> /allele= M G" 

/allele="A" 

/db_xref="dbSNP 

<221> variation 
<222> (1615).. .(1615) 
<223> /allele="G" 

/allele="A" 

/db_xref= M dbSNP 

<221> variation 
<222> (1725).. .(1726) 
<223> /allele="G" 

/a!lele="-" 

/db_xref="dbSNP 

<221> polyA_signal 
<222> (2208).. .(2213) 

<400> 3 

tcggccgctg ctagaggggc tgcttgcgcc aggcgccggc cgccccactg cgggtccctg 60 
gcggccggtg tctgaggagt cggagagccg aggcggccag accgtgcgcc ccgcgcttct 120 
cccgaggccg ttccgggtct gaactgtaac agggaggggc ctcgcaggag cagcagcggg 1 80 
cgagttaaag t atg ctg gga gcg gtg aag atg gaa ggg cac gag ccg tec 230 
Met Leu Gly Ala Val Lys Met Glu Gly His Glu Pro Ser 
1 5 10 

gac tgg age age tac tat gca gag ccc gag ggc tac tec tec gtg age 278 
Asp Trp Ser Ser Tyr Tyr Ala Glu Pro Glu Gly Tyr Ser Ser Val Ser 
15 20 25 

aac atg aac gee ggc ctg ggg atg aac ggc atg aac acg tac atg age 326 
Asn Met Asn Ala Gly Leu Gly Met Asn Gly Met Asn Thr Tyr Met Ser 
30 35 40 45 

atg teg gcg gee gee atg ggc age ggc teg ggc aac atg age gcg ggc 374 
Met Ser Ala Ala Ala Met Gly Ser Gly Ser Gly Asn Met Ser Ala Gly 
50 55 60 

tec atg aac atg teg teg tac gtg ggc get ggc atg age ccg tec ctg 422 
Ser Met Asn Met Ser Ser Tyr Val Gly Ala Gly Met Ser Pro Ser Leu 
65 70 75 



gcg ggg atg tec ccc ggc gcg ggc gec atg gcg ggc atg ggc ggc teg 470 
Ala Gly Met Ser Pro Gly Ala Gly Ala Met Ala Gly Met Gly Gly Ser 
80 85 90 

gee ggg gcg gec ggc gtg gcg ggc atg ggg ccg cac ttg agt ccc age 518 
Ala Gly Ala Ala Gly Val Ala Gly Met Gly Pro His Leu Ser Pro Ser 
95 100 105 

ctg age ccg etc ggg ggg cag gcg gec ggg gec atg ggc ggc ctg gec 566 
Leu Ser Pro Leu Gly Gly Gin Ala Ala Gly Ala Met Gly Gly Leu Ala 
110 115 120 125 

ccc tac gec aac atg aac tec atg age ccc atg tac ggg cag gcg ggc 614 
Pro Tyr Ala Asn Met Asn Ser Met Ser Pro Met Tyr Gly Gin Ala Gly 
130 135 140 

ctg age cgc gec cgc gac ccc aag ace tac agg cgc age tac acg cac 662 
Leu Ser Arg Ala Arg Asp Pro Lys Thr Tyr Arg Arg Ser Tyr Thr His 
145 150 155 

gca aag ccg ccc tac teg tac ate teg etc ate acc atg gec ate cag 710 
Ala Lys Pro Pro Tyr Ser Tyr He Ser Leu He Thr Met Ala lie Gin 
160 165 170 

cag age ccc aac aag atg ctg acg ctg age gag ate tac cag tgg ate 758 
Gin Ser Pro Asn Lys Met Leu Thr Leu Ser Glu lie Tyr Gin Trp lie 
175 180 185 

atg gac etc ttc ccc ttc tac egg cag aac cag cag cgc tgg cag aac 806 
Met Asp Leu Phe Pro Phe Tyr Arg Gin Asn Gin Gin Arg Trp Gin Asn 
190 195 200 205 

tec ate cgc cac teg etc tec ttc aac gac tgt ttc ctg aag gtg ccc 854 
Ser lie Arg His Ser Leu Ser Phe Asn Asp Cys Phe Leu Lys Val Pro 
210 215 220 

cgc teg ccc gac aag ccc ggc aag ggc tec ttc tgg acc ctg cac cct 902 
Arg Ser Pro Asp Lys Pro Gly Lys Gly Ser Phe Trp Thr Leu His Pro 
225 230 235 

gac teg ggc aac atg ttc gag aac ggc tgc tac ctg cgc cgc cag aag 950 
Asp Ser Gly Asn Met Phe Glu Asn Gly Cys Tyr Leu Arg Arg Gin Lys 
240 245 250 

cgc ttc aag tgc gag aag cag ctg gcg ctg aag gag gee gca ggc gee 998 
Arg Phe Lys Cys Glu Lys Gin Leu Ala Leu Lys Glu Ala Ala Gly Ala 
255 260 265 

gec ggc age ggc aag aag gcg gee gee gga gec cag gee tea cag get 1 046 
Ala Gly Ser Gly Lys Lys Ala Ala Ala Gly Ala Gin Ala Ser Gin Ala 
270 275 280 285 

caa etc ggg gag gee gec ggg ccg gee tec gag act ccg gcg ggc acc 1 094 
Gin Leu Gly Glu Ala Ala Gly Pro Ala Ser Glu Thr Pro Ala Gly Thr 



290 295 300 

gag teg cct cac teg age gec tec ccg tgc cag gag cac aag cga ggg 1 142 
Glu Ser Pro His Ser Ser Ala Ser Pro Cys Gin Glu His Lys Arg Gly 
305 310 315 

ggc ctg gga gag ctg aag ggg acg ccg get gcg gcg ctg age ccc cca 1 190 
Gly Leu Gly Glu Leu Lys Gly Thr Pro Ala Ala Ala Leu Ser Pro Pro 
320 325 330 

gag ccg gcg ccc tct ccc ggg cag cag cag cag gee gcg gec cac ctg 1 238 
Glu Pro Ala Pro Ser Pro Gly Gin Gin Gin Gin Ala Ala Ala His Leu 
335 340 345 

ctg ggc ccg ccc cac cac ccg ggc ctg ccg cct gag gec cac ctg aag 1286 
Leu Gly Pro Pro His His Pro Gly Leu Pro Pro Glu Ala His Leu Lys 
350 355 360 365 

ccg gaa cac cac tac gec ttc aac cac ccg ttc tec ate aac aac etc 1 334 
Pro Glu His His Tyr Ala Phe Asn His Pro Phe Ser lie Asn Asn Leu 
370 375 380 

atg tec teg gag cag cag cac cac cac age cac cac cac cac caa ccc 1 382 
Met Ser Ser Glu Gin Gin His His His Ser His His His His Gin Pro 
385 390 395 

cac aaa atg gac etc aag gee tac gaa cag gtg atg cac tac ccc ggc 1430 
His Lys Met Asp Leu Lys Ala Tyr Glu Gin Val Met His Tyr Pro Gly 
400 405 410 

tac ggt tec ccc atg cct ggc age ttg gec atg ggc ccg gtc acg aac 1478 
Tyr Gly Ser Pro Met Pro Gly Ser Leu Ala Met Gly Pro Val Thr Asn 
415 420 425 

aaa acg ggc ctg gac gee teg ccc ctg gee gca gat ace tec tac tac 1 526 
Lys Thr Gly Leu Asp Ala Ser Pro Leu Ala Ala Asp Thr Ser Tyr Tyr 
430 435 440 445 

cag ggg gtg tac tec egg ccc att atg aac tec tct taa gaagacgacg 1 575 
Gin Gly Val Tyr Ser Arg Pro lie Met Asn Ser Ser * 
450 455 

gcttcaggcc cggctaactc tggcaccccg gatcgaggac aagtgagaga gcaagtgggg 1635 
gtcgagactt tggggagacg gtgttgcaga gaegcaaggg agaagaaatc cataacaccc 1 695 
ccaccccaac acccccaaga cagcagtctt cttcacccgc tgcagccgtt ccgtcccaaa 1 755 
cagagggeca cacagatacc ccacgttcta tataaggagg aaaacgggaa agaatataaa 1815 
gttaaaaaaa agcctccggt ttccactact gtgtagactc ctgcttcttc aagcacctgc 1875 
agattctgat ttttttgttg ttgttgttct cctccattgc tgttgttgca gggaagtctt 1 935 
acttaaaaaa aaaaaaaaat tttgtgagtg actcggtgta aaaccatgta gttttaacag 1 995 
aaccagaggg ttgtactatt gtttaaaaac aggaaaaaaa ataatgtaag ggtctgttgt 2055 
aaatgaccaa gaaaaagaaa aaaaaagcat tcccaatett gacaeggtga aatccaggtc 21 15 
tegggtcega ttaatttatg gtttctgcgt gctttattta tggcttataa atgtgtattc 2175 
tggctgcaag ggccagagtt ccacaaatct atattaaagt gttatacccg gtttt 2230 

<210>4 



<211>1001 
<212> DNA 
<213> Mus musculus 

<220> 

<221> promoter 
<222> (1)...(1001) 

<223> upstream promoter for FoxA1 from -1000 to 0 
<400> 4 

ccggcagaga ggcaggcttg actaggatcc gcctgcctta tcacacaaac atctgcgcgc 60 
agtttcttcc tctttctgat cgctgcagtt gacaagggga gtggagtgga ctgaggcgga 120 
aaaaaaaagt tatgtcataa aaatataaaa cggtgctgtg actcacctgc tcttagccgc 1 80 
aggtacgagt ttcgtggcag cgcctccgtt ctgctcgcca ggagcccagg tcggcctaac 240 
gtcactttgc tcggctgact cagatgactg ggtttctagt gacgaggcaa aagtggggct 300 
tttcccctct ccaagccccg aaggccggga agtaggggta gtcttccagg gttgaacttt 360 
gggtcaagaa tcaggatgag gggagcaaag gagccaagtg gaccaagagc ggagtcgtag 420 
taaggtccag ggggtggtga gcacctctag gagggaactc ggggtcattc agcgagcacg 480 
atccttgcgc tgtagctctg atgccaccac ccaggtcctt ctcccgcagc acagctcttt 540 
gggtccagag ccctggcctg tcctccaagg caccgcctat ttttcctttt cttctttttt 600 
ttccttttct tttctttctc tttttttcct tttccaaagg gggtcacaca cacacccgcc 660 
ctattttcct ctttccctag ccgcgaggct taaaccaatt atactgcttt gtaaacaaag 720 
tgagggccag gtttggggga ggggatggcg ggaggggcgc ggggggcgcg cggcgctggc 780 
gcggcggggc gggaggcgcg gcggctggac tggcgggcgg ccgcctcaca ggtgcacctc 840 
gggctttgta ggtgcgagcg tctttgtgcg gcggacaaat ggggagagga cgaggaggtg 900 
ggcactccgg cgacgtaaga tccacatcag ctcaactgca ctcgcttcgc acaggccgcc 960 
cgctcacttc ccgcggaggc gctgccgggc gccgcgctcc g 1 001 

<210> 5 
<211> 1001 
<212> DNA 
<213> Mus musculus 

<220> 

<221> promoter 
<222>(1)...(1001) 

<223> upstream promoter for FoxA2 from -1000 to 0 
<400> 5 

atctgatctc tctgggttcc ctgtgttcac taggtgaaca cgtcagattc accttcagcg 60 
ggaaaacagg cgttgccttt gagggactcg tgctctgcat tgcttcagat gacacattaa 120 
taccttatct gtccatacta tgtgcgtttc agcagcaaag ggcactgatg ttgctgcgtc 1 80 
ttcagtccaa aaggatgctg acctctttct ttaccctcca atctggcttc cattctcatt 240 
caggcttcca tgctcaaagc tcaccccagt acctgccacc tctatgtact cttcttctac 300 
cacacgaaat tgtggacacc tggatttggg ccaactattt cctattttct ccatctccta 360 
gagagaagag tttgggactg tatccctaca tcctagtcac attttcagaa ccaagaaaga 420 
ctgtccacat aaaaacgccg gcaagaccct ccactccaaa atctaggctt accttagtct 480 
cggtcttggt agctaacaat ataaatgaca tactctgttg ttttcatgtt tgttttgttt 540 
ggggagacaa ggtttctctc tgtagcccgg atgtcttgaa actcactcta tagactaggt 600 
cagcctagac ttctctgaga tcctcctgcc tctgcctcaa aggcagaaga caacacttca 660 
aatgacactt tttaacacct agaagctaaa gagaaaagaa actgaaattt tcaattttta 720 
taagacagtc ctggtctctg caggcagaga acacagatcc tcctgaagtc atcccacaag 780 
gcccattatt gatttttttt ctcctgccct acccccacct actgccctgt ttgttttagt 840 
tacgaaatgc tttgggcacc ttggatttaa ctgaaaagta accttgaaac accgaggccc 900 
tcatgccaga ggcaaatcgc tgcctcccgg gtattggctg cagctaaacg ggtctctcca 960 



ggccgactga ggtgggtagc cagaaagagg actgaggtaa c 1 001 

<210>6 
<211>1002 
<212> DNA 
<213> homo sapiens 

<220> 

<221> promoter 
<222>(1)...(1001) 

<223> upstream promoter for FoxA1 from -1000 to 0 
<400> 6 

tgttatggga gatgtcccct ccccctgacc ttttcctatc agaaaccaga cggtcgtctc 60 
cagctcactc cctgaagcgg ctgaaggggg gcgggaggag gagcccggca gggggaggac 120 
ggcccgactt gggtccgcct gccctatcac acagacatct gctctcagtt tcttcctctt 180 
tgtggtcgct acagatgaca aggggagagg agcggaccga ggcggaacaa aaaaaaaaag 240 
ttatgtcata aagatataaa ccggtgctgt gactcacctg ctcttagccg caggtacgag 300 
tttcgtggca gcgcctccgc tctgctagcc cggggcccgg gtcggcctaa cgtcacttgg 360 
ctcggctgac tcagatgacc cggtttctag tgacgaagca aaagtggggc tttttccctt 420 
ttctagtctg aagctctcag gaggaaagaa aaaaaaaagt ctgtattctc cagtctcccg 480 
gggttgaact ttgggtcagg aatcaggagg gaggaagcaa agagcaggag gggcgcgaga 540 
ctgggccgca gcccgcgctc ggaaggtggc gtgtacctct ggggagggac cccggggtca 600 
gttatcccac aaggtctcta agcccagtct ccgacgccac cgcccccggc cttctccggc 660 
tgcgaggttc cgatccagag ccctagcccg cccgcccgcc tggccccgcc tattttttct 720 
ttttccaaag ggggttacac cccctccctc cccatttccc tctttcccta gcctccgggc 780 
ctaaaccaat tacactgctt tgcaaacaaa gtgagggccc cgcttggggg aggggtcgcg 840 
ggggaggggt cgcgcgcagc ggtgaagcgg cggggcggga ggcgcggcgg ccggactggc 900 
gggcggccgc cttgcaggtg cacctcgggc tttgtaggtg cgagcgtctt tgtgcggcgg 960 
acaaatgggg agaggacgag gaggtgggca ctcaagcgac gt 1002 

<210> 7 
<211> 1001 
<212> DNA 
<213> homo sapiens 

<220> 

<221> promoter 
<222>(1)...(1001) 

<223> upstream promoter for FoxA2 from -1000 to 0 
<400> 7 

cggccgctgc tagaggggct gcttgcgcca ggcgccggcc gccccactgc gggtccctgg 60 
cggccggtgt ctgaggagtc ggagagccga ggcggccaga ccgtgcgccc cgcgcttctc 120 
ccgaggccgt tccgggtctg aactgtaaca gggaggggcc tcgcaggagc agcagcgggc 180 
gagttaaagg tgtgtacgta gtttttctaa ataggacagc gctttgcaaa ttggctgtca 240 
tggacttgct gttttgacag agaatgagca ctgagagcga agaaacccgg cataaataaa 300 
tccggctttc atagggatct gccgggcact gaggctggac gcgccctccg acaggcgcac 360 
cgggcgcccg gcgcgatgag acggggcggg ggctggaggc cggagccgcc ccagagggtg 420 
gtttcctccc aggtccctcc ttcctcaggg gactcgctgt ggacccggga ggaaaggggg 480 
ctcgaccagg gatcccgcgt gcccgatcgc ccgcccagcc cgctcccctg gcccgcccag 540 
gagtgcgggg cgccgcggcg gtggggcgga cggcaggcgc tgaggggcag gtgcggagcg 600 
ccggctgcgg ctacctctca cctaggtgtg agctgattat tcaaatgggc tgccccgggt 660 
ctggggattg gaggcccgcg ccagcgcgcc gcgctatatc accagcctcc cacgtcactg 720 
cggcacttgt ccgctccgcg gtccacacct cctcctcctc ctcctcctcc tcctcctcct 780 



cctcctcctc caccaccacc accgcctcct cctcctcctt cctcctcctc ctccccaccc 840 
ccccactagc ccccgcgccg cgcgcttccc gccgcctcgg ggcagctcgg cactgccaac 900 
ctcagccgcc acccggcagc ccgtgagcgc ggcggcggcg ggtgctccct accgcggggc 960 
gctggcctgg gcctcctccg ctcctcgccc ccccccacct c 1001 



